SCFA measurement
Fresh fecal samples (≈200 mg) were homogenized in 1 mL deionized water for 3min. The pH value of the suspension was adjusted to 2-3 by adding 5M HCl at room temperature with intermittent shaking for 10 min. The suspension was subsequently transferred into a polypropylene tube and centrifuged for 20 min at 3,000g, yielding a clear supernatant. 2-ethylbutyric acid (TEBA) was used as the internal standard and added into the supernatant at a final concentration of 1mM. Fatty acid analysis was conducted using an Agilent 6890N GC system (Agilent Technologies, PA, USA) as suggested (4) .
Microbial culturing
Fresh fecal samples were cultured under conditions permissive for the growth of Gram-negative bacteria (especially Escherichia coli). Each sample was suspended in a volume of PBS equivalent to 10 times of its weights. Serial dilutions were prepared and plated on the MacConkey agar (Oxoid, Basingstoke, Hampshire, UK). The plates were then incubated under aerobic conditions at 37 °C for 48 hours and the colony forming units (CFU) for each plate were counted.
Microbiota analysis
The high quality sequences were binned into operational taxonomic units (OTUs) with 97%-identity, and matched to entries in the SILVA 106 at 80% confidence level. Reads that did not match a SILVA sequence at 97% or greater sequence identity were discarded.
Alpha-diversity index (Chao1, Shannon and Simpson Index) and Rarefaction curve were analyzed using Mothur (version 1.30.1) as previously described (5) . Beta-diversity analysis including weighted/unweighted UniFrac principal coordinate analysis (PCoA) was performed using QIIME. In addition, STAMP software (version 2.0.9) was used to compare the taxonomic distributions at phylum, family and genus levels as suggested (6) , with two-side Welch's t-test for two-group analysis and one-way ANOVA with Tukey's post-hoc test for multiple-group analysis. Two filters (P value < 0.05 and effect size > 1) were applied to present features. 74.5 ± 13.2 74.8 ± 13.7 74.9 ± 12.9 74.5 ± 12.5 % of energy 27.4 ± 0.8 27.4 ± 0.8 27.6 ± 0.7 27.4 ± 0.8 Fiber (g) 27.6 ± 4.6 27.6 ± 4.6 27.6 ± 4.5 27.7 ± 4.7
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Data are presented as mean ± SD. Statistical analysis was conducted using One-way ANOVA.
Abbreviations: BL, baseline; LCAP, low CAP intervention; WO, washout; HCAP, high CAP intervention.
Supplemental Table 2 . Physiological and biochemical characteristics of the subjects during the study period.
Data are presented as mean ± SD. Statistic analysis was conducted using One-way ANOVA with Tukey's post hoc tests. *P < .05, ** P < .01, *** P < .001 compared to Baseline 
